The title compound {systematic name: spiro[cyclopentane-1,2 0 (1 0 H)-quinazolin]-4 0 (3 0 H)-one]}, C 12 H 14 N 2 O, has been reported previously [Klemm, Weakley, Gilbertson & Song (1998) . J. Heterocycl Chem. 35, 1269 Chem. 35, -1273 . Its structure has been redetermined at 113 K with greater precision for all data. The molecule is built up from two fused six-membered rings and one five-membered ring linked through a spiro C atom. The pyrimidine ring has an envelope conformation and the cyclopentane ring adopts a distorted boat form. There are intermolecular N-HÁ Á ÁO hydrogen bonds, which form a twodimensional sheet parallel to the (001) plane.
Related literature
For related literature, see: Bernstein et al. (1995) ; Cremer & Pople (1975) ; Etter et al. (1990) ; Shi et al. (2004) ; Summers et al. (1986) .
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ). Symmetry codes:
Data collection: CrystalClear (Rigaku, 2004 ); cell refinement: CrystalClear; data reduction: CrystalClear; program(s) used to solve structure: SHELXS97 (Sheldrick, 1997); program(s) used to refine structure: SHELXL97 (Sheldrick, 1997); molecular graphics: ORTEPIII (Burnett & Johnson, 1996) , ORTEP-3 for Windows (Farrugia, 1997) and CAMERON (Watkin et al., 1993) ; software used to prepare material for publication: SHELXL97.
Comment
When we used 2-aminobenzonitrile and cyclopentanone in presence of zinc chloride to synthesize tacrine (Summers et al., 1986) derivative, the unexpected spiro compound (I) (Scheme 1), was obtained. Its structure has been already reported (Klemm et al., 1998) , however, as we were investigating the molecular and supramolecular architecture of related compounds, its structural redetermination at lower temperature (113 K) has been undertaken The molecular structure of (I) is built up with two fused six membered ring and a five membered ring linked through a spiro C atom (Fig. 1) . The pyrimidine ring has an envelope conformation with puckering parameters Q=0.3821 (11) Å, Θ= 115.21 (16)° and φ= 108.70 (19)° (Cremer & Pople, 1975) . The five-membered ring displays an enveloppe conformation at C12 with puckering parameters Q(2)= O.3925 (15)Å and φ(2)= 319.8 (2)\%. The geometry of the fused rings compares well with the related 3-phenyl-1,2-dihydroquinazolin-4(3H)-one derivative (Shi et al., 2004) .
The crystal structure of (I) is stabilized by the interplay of N-H···O interactions. The two N-H groups form N-H···O hydrogen bonds with the ketone O atom of symmetry related molecules building a R 2 2 (8) graph set motif (Etter et al., 1990; Bernstein et al., 1995) . Those motifs formed with N-H···O hydrogen bonds link to each other building a two dimensionnal network parallel to the (0 0 1) plane (Fig. 2 , Table 1 ).
Experimental 2,2-Tetramethylene-1,2-dihydroquinazolin-4(3H)-one (I) was prepared from the reflux of 2-aminobenzonitrile (1 mmol) with cyclopentanone (1 mmol) in presence of zinc chloride (1.2 mmol) in 10 ml DMF for 1.5 h. Then the reaction mixture was cooled and quenched with water and the precipitate was separated by filtration. The filtration residue was dispersed into water and titrated to pH 12-13 by 20% sodium hydroxide. After filtration, the product was obtained in 70% yield by column chromatography (200-300 mesh silica gel, ethyl acetate-petroleum with 1:2).
The single-crystal of (I) was cultured from a solution of ethanol by slow evaporation at room temperature. All H atoms attached to C atoms were fixed geometrically and treated as riding with C-H = 0.93 Å (aromatic) or 0.97 Å (methylene) with U iso (H) = 1.2U eq (C or N). H atoms of NH group were located in difference Fourier maps and included in the subsequent refinement using restraints (N-H= 0.85 (1) Å) with U iso (H) = 1.2U eq (N). Figures   Fig. 1 . The molecular structure of (I), with the atom-labelling scheme. Displacement elipsoids are drawn at the 50% probability level. H atoms are represented as small spheres of arbitrary radii. 2 restraints Extinction correction: none Primary atom site location: structure-invariant direct methods Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. Symmetry codes: (i) −x, −y+1, −z+1; (ii) −x+1/2, y−1/2, z.
Special details

Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å
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